The trans-splicing reaction of kinetoplastid protozoa attaches a separately encoded 39 nucleotide mini-exon onto the 5' ends of all mRNAs (1) . The presence of this defined sequence affords the possibility of facile mapping of the 5' termini of mature mRNAs in these primitive pathogens by amplification of RNA sequences using the polymerase chain reaction. The subcloning and sequencing of the resulting amplified DNAs circumvents the necessity of less accurate and more time consuming traditional methods for mapping 5' ends of transcripts, such as SI nuclease mapping or primer extension. Although the sequences of the miniexons in kineteoplastids are highly conserved (2), particularly among Leishmonia species (3), only the first 15 nucleotides of the Ldonovani mini-exon sequence have been reported.
To develop a polymerase chain reaction based amplification system for examining the 5' termini of L.donovani mRNAs and to compare the sequences and components of the regions surrounding the mini-exon domain with that in other kinetoplastids, the L.donovani medRNA gene was cloned and a 429 bp Apal fragment containing the complete medRNA transcript was sequenced in both directions (Figure 1 ). The 39 nucleotide mini-exon sequence was identical to those previously described from other Leishmania species, whereas the spliced leader intron differed from that of Lenriettii in 4 nucleotide positions and contained a one nucleotide deletion. Outside the transcript regions, there was essentially no homology between the intergenic regions of the L donovani and Lenriettii mini-exon gene repeats with the exception of an oligo dT tract following the 3' end of the medRNA (nucleotides 157-165), a feature which is also present in the mini-exon gene from Trypanosoma brucei (4) and Trypanosoma cruzi (5) .
To determine whether the medRNA gene of Ldonovani is arranged in a tandem repeat, as in the Lenriettiigene, genomic DNA was partially digested with Rsal, an enzyme that cuts once in the Apal fragment.
Southern blots of Rsal digested DNA revealed the characteristic ladder of hybridization signals, each a multimer of the 429 bp unit, indicating that the mini-exon genes are arranged in a tandemly repeated array (Figure 2 ). This arrangement of the miniexon gene sequences in Ldonovani was confirmed by complete digestion of genomic DNA with Ncol (Figure 2) , Apal, Aval, and Bgh, each of which excised a DNA fragment of 429 bp. * To whom correspondence should be addressed
